: Effect of selection for development time in different populations of the blow fly Cochliomyia macellaria. Hours for development for each selection treatment and city at generations 1, 10, and 32 are plotted in box and whiskers format. No change in development time was seen in control lines, increases in development time was seen in slow selected lines, and decrease in development time was seen in fast selected lines.
: Genome size change after selection for development time. Genome size was plotted for each selection treatment for each city. Different letters above each box represent values significantly different according to Tukey HSD with the confidence level set at 0.95. There is a consistent reduction in genome size variation with increasing generations of selection. After 32 generations of selection, all groups converged on a similar genome size, approximately 530 Mbp. Figure S3 : Genome size variation decreases with increasing number of generations of selection in C. macellaria. Genome size data was pooled between selection treatments and locations since there were no significant discernible patterns. This data was plotted in box and whisker plots to represent decreasing variation with generations of selection and the convergence on a mean genome size of approximately 530 Mbp. 
